Chromosome
Gene [Cooper et al., 2005] ; Polyphen-tool for annotating coding nonsynonymous SNPs [Adzhubei et al., 2010] ; SIFT-tool for predicting whether an amino acid substitution affects protein function [Kumar et al., 2009] ; Condel-CONsensus DELeteriousness score of non-synonymous single nucleotide variants [Clifford et al., 2004] ; Sample ID-Unique identifier of the studied individuals.
Supp. The genomic position of the variants is provided according to the GRCh37/hg19 version of the reference genome; NCBI rsID-reference number if the variant has been annotated in the NCBI dbSNP database; HGVSc Coding DNA Variant Description-the nucleotide numbering uses +1 as the A of the ATG translation initiation codon in the reference sequence, with the initiation codon as codon 1, the description has been generated with Mutalyzer 2.0.8; the HGVSp Protein Variant Description has been generated with Mutalyzer 2.0.8 [Wildeman et al., 2008] ; HGMDannotated if the variant has been observed in the HGMD Professional 2014.3 version [Stenson et al., 2014] The genomic position of the variants is provided according to the GRCh37/hg19 version of the reference genome; NCBI rsID-reference number if the variant has been annotated in the NCBI dbSNP database; HGVSc Coding DNA Variant Description-the nucleotide numbering uses +1 as the A of the ATG translation initiation codon in the reference sequence, with the initiation codon as codon 1, the description has been generated with Mutalyzer 2.0.8; the HGVSp Protein Variant Description has been generated with Mutalyzer 2.0.8 [Wildeman et al., 2008] ; HGMD-annotated if the variant has been observed in the HGMD Professional 2014.3 version [Stenson et al., 2014] [Tabor et al., 2014] ; GERP-Genomic Evolutionary Rate Profiling conservation score [Cooper et al., 2005] ; Polyphentool for annotating coding nonsynonymous SNPs [Adzhubei et al., 2010] ; SIFT-tool for predicting whether an amino acid substitution affects protein function [Kumar et al., 2009] ; Condel-CONsensus DELeteriousness score of non-synonymous single nucleotide variants [Clifford et al., 2004] ; Sample IDUnique identifier of the studied individuals. 
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